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Mitochondrial DNA has proven useful for the elucidaing grounds may provide insight into migration and behav-
tion of population structure and questions concerning tlier in hawksbills in the Caribbean. Are there differences in
behavior of adult female hawksbill&{etmochelys the genetic composition of different foraging locations? This
imbricata). In addition, a previous analysis of a juvenile forpaper will discuss the findings from the previous studies. In
aging population at Mona Island, Puerto Rico, has providediditon, multiple foraging locations in the eastern Caribbean
information that more than one nesting location contributémve been sampled and the genetic composition of these sites
individuals to a particular foraging site. What can the analyras been determined. The potential causgsiianagement
sis of multiple disjunct foraging sites tell us about hawksractices or biotic factors) of differneces in foraging ground
bills? Investigations into the composition of juvenile forageomposition at these locations are discussed.
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Molecular genetic techniques have been applied to sagassizi The application of rookery-specific genetic mark-
turtle biology for ten years, and substantial progress hass for tracing the migrations of marine turtles shows much
been made on aspects of behavior, natural history, and epoemise. It is this approach that will most effectively serve
lution. Genetic results support the natal homing theory ashe future needs wildlife management programs, as they be-
general paradigm for marine turtles, and have demonstraggid to address the aquatic components of marine turtle natu-
the importance of continental barriers in shaping the imal history and conservation. However, government-spon-
traspecific phylogeography of these species. Comparisoszred management programs have a history of overutilization
of nuclear and mitochondrial DNA illuminate aspects o$cientific tools (such as mechanical tags) and this would be
reproductive biology, most especially the possibility of malesery costly in the context of molecular assays. Studies which
mediated gene flow between some nesting populations. DN#nploy genetic markers must have a clearly-defined goal
sequence comparisons in a phylogenetic context dema@md end-point, and should not be used for ongoing moni-
strate an evolutionary separation of the ridley species, loting except under special circumstances.
do not support a species-level designationGbelonia
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Analyses of mitochondrial DNA (mtDNA) control re- erbacks caught in the Hawaii-based pelagic longline fishery.
gion sequence variation in combination with nucleafFour had haplotypes only found in the western/Indo-Pacific
(NucDNA) data from 6 microsatellite loci indicate that eastpopulations,while two had haplotypes only found in the east-
ern and western/Indo-Pacific nesting populations are genedin Pacific populations, indicating that both regional stocks
cally distinct and suggests these regional nesting assemblagiesaffected by this fishery in the north Pacific.
represent independent demographic units for management Additional samples obtained from strandings off the
purposes. To date, samples have been obtained from six leathasts of North America and South America confirm trans-
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oceanic migrations by leatherbacks in the Pacific, and etke growing longline and coastal gillnet fisheries around the
amination of the distribution of samples allows hypothesd2acific, and this study suggests that animals from eastern
to be drawn on the migratory patterns. The sudden and drescific stocks migrate through areas both in the north Pa-
tic decline of nesting populations in Mexico coincides witleific and Southeast Pacific where these fisheries operate.
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Molecular techniques provide new tools for peekingh this way. Mutation rates were highest in DC2-95, one of
into the sex life of sea turtles. Observations on courtshie most polymorphic loci. The lack of multiple paternity in
and mating in leatherbacks are almost non-existent, ahis study corroborates previous findings with microsatellites
though sea turtles are generally presumed to be promiscugstsgreen turtles in Australia (FitzSimmons, 1996), and sug-
based on extensive studies of green turtles (Alvarado agéksts either that female leatherbacks rarely mate with mul-
Figueroa, 1991). FitzSimmons (1996) surprisingly found théple males (perhaps as a result of behavioral factors, like
multiple paternity was rare in Australian greens. Leathegompetition, or because they rarely encounter them), or that
back paternity studies to date have been invalid due to gferm competition occurs. Either scenario would require the
insufficient number of reliable polymorphic loci. We haveability to store sperm. The detection of mutation within one
identified informative new microsatellite loci, and haV@eneration turnover emphasizes the importance of using
sampled successive clutches laid by the same females ovafidtiple loci when attempting to detect multiple paternity

three month period in St. Croix, U. S. Virgin Islands. A totayith microsatellites. Samples from additional females are
of 6 loci were used to construct the genotypes of nestipgesently being analyzed.

females and their offspring. Loci were amplified by PCR
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INTRODUCTION
typically exhibiting low rate of molecular evolution relative

Mitochondrial (mt) DNA genealogies have figuredi, many other organism groups (Bowen and Avise, 1995).
prominently in genetic studies of marine turtle, in spite ofj5kshill turtles mt DNA have been useful in the definition
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